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IN THE CLAIMS 

1 . (Canceled) A database comprising information on amino acid sequences of 
proteins with one or more known biological functions, and further comprising information on 
importance scores regarding appearance of said biological functions added for each amino acid 
residue constituting said amino acid sequences. 

2. (Canceled) The database according to claim 1 which is utilized to predict function 
of a protein with unknown biological function based on homology of amino acid sequences. 

3. (Canceled) The database according to claim 1 or claim 2 which is prepared by 
using amino acid sequences of proteins for which information on protein steric structures is 
available as the information on amino acid sequences of proteins with known biological 
functions. 

4. (Canceled ) The database according to any one of claims 1 through 3 which is 
stored in a storage medium. 

5. (Currently Amended) A method of preparing an alignment of a protein with 
known biological function stored in the a database acc o rding to claim 1 and a polypeptide with 
unknown biological function which comprises t he s t eps of : 

calculating a homology score based upon the coincidence of each constituent amino acid 
und e r considerati o n of a protein of known biological function to a polypeptide of unknown 
biological function and the importance score for the appearance of a biological function, and 
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preparing an alignment representing homology of sites where said importance score is 

high, 

wherein t he database comprises information on amino acid sequences of proteins with one or 
more kno wn biological functions, and further comprising information on importance scores 
regarding appearance of said biological function s added for each amino acid residue constituting 
said amino acid sequences . 

6. (Currently Amended) The method according to claim 5, which comprises the step 
of searching correspondence with high homology concerning the protein in the database and the 
target protein polypeptide with unknown biological function by using group sequences 
comprising two or more continuous amino acid residues of high importance with regard to the 
appearance of the biological function. 

7. (Currently Amended) The method according to claim 5, which comprises the step 
of obtaining a final score of homology from the alignment regarding one of the proteins in the 
databases and the t a r ge t pro t ein polypeptide with unknown biological function bv multiplying the 
homology score of each template protein by a scale factor for normalization . 

8. (Currently Amended) The method according to claim 7, which comprises the step 
of predicting the biological function of a polypeptide with unknown biological function based on 
one or more proteins determined to be most h o m o l o g o us close to the taiga piul e in polypeptide 
with unknown biological function wi t h regard to the bi u l u gical function based on the ranking of 
the final scores for all the proteins in the database. 



